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Volume 6, issue 3, doi: 10.1128/mBio.00536-15. Figure 1 incorrectly displayed the location of the TR34/L98H mutation in gene
cyp51a. The revised Fig. 1 (below) shows the correct location.
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FIG 1 Circos (72) image of normalized whole-genome depth of coverage of all 24 A. fumigatus isolates (plotted as
listed in the key), averaged over 10,000-bp bins. Black circles mark the presence of the TR34/L98H mutation. Chro-
mosomes 1 and 6 show large deletions spanning �300 kbp in most isolates, except AF65 and AF293, while chromo-
some 8 displays a 60-kbp deletion in all isolates except AF65, 09-7500806, 12-7504652, and 12-7504462.

ERRATUM crossmark

July/August 2015 Volume 6 Issue 4 e00939-15 ® mbio.asm.org 1

http://orcid.org/0000-0002-4740-3187
http://orcid.org/0000-0002-2028-7462
http://orcid.org/0000-0003-3253-6080
http://orcid.org/0000-0002-1862-6402
http://dx.doi.org/10.1128/mBio.00536-15
http://creativecommons.org/licenses/by/3.0/
http://crossmark.crossref.org/dialog/?doi=10.1128/mBio.00939-15&domain=pdf&date_stamp=2015-7-14
mbio.asm.org

